Hydrogen-bond geometry (Å , ).
Cg is the centroid of the N1/C2/N3/C4/C4A/C8A ring. Data collection: CrysAlis PRO (Oxford Diffraction, 2009); cell refinement: CrysAlis PRO; data reduction: CrysAlis PRO; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication: publCIF (Westrip, 2010) .
Figure 1
The molecular structure of the title compound with displacement ellipsoids are drawn at the 50% probability level.
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Figure 2
Crystal packing of the title compound showing a hydrogen bonds as dashed lines.
2,3-Dimethylquinazolin-4(3H)-one
Crystal data C 10 H 10 N 2 O M r = 174.20 Orthorhombic, P2 1 2 1 2 1 Hall symbol: P 2ac 2ab a = 4.826 (2) Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq N3 0.3333 (9) −0.1245 (5) 0.17512 (17 
Geometric parameters (Å, º)
N3-C4 1.382 (6) C8-C7 1.370 (7) N3-C2 1.385 (6) C8-C8A 1.383 (7) N3-C10 1.482 (6) C8-H8 0.9300 O1-C4 1.248 (6) C2-C9 1.496 (7) N1-C2 1.292 (6) C7-C6 1.397 (8) N1-C8A 1.390 (6) C7-H7 0.9300 C4A-C5 1.392 (7) C9-H9A 0.9600 C4A-C8A 1.400 (6) C9-H9B 0.9600 C4A-C4 1.436 (7) C9-H9C 0.9600 C10-H10A 0.9600 C6-C5 1.368 (7) C10-H10B 0.9600 C6-H6 0.9300 C10-H10C 0.9600 C5-H5 0.9300
